PC10315AGPR 
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SEQUENCE LISTINGS 

5 The following sequences are presented: 

murine amino acid sequence 
murine coding nucleotide sequence 

truncated human amino acid sequence 
truncated human coding nucleotide sequence 

human amino acid sequence 
human coding nucleotide sequence 

murine cDNA sequence 

truncated human cDNA sequence 

Formula I 

(It is to be noted that in the above text, references to SEQ ID No. 2 are equally applicable 
to SEQ ID No. 7. Also, references to SEQ ID No. 4 or SEQ ID No. 6 are equally 
applicable to SEQ ID No. 8.) 



SEQ ID No. 1 = 
SEQ ID No. 2 = 

10 SEQ ID No. 3 = 
SEQ ID No. 4 = 

SEQ ID No. 5 = 
SEQ ID No. 6 = 

15 

SEQ ID No. 7 = 
SEQ ID No. 8 = 
20 SEQ ID No. 9 = 



PC10315AGPR 
SEQ ID No. 1 



95 



MSCLMVERCGEVLFESPEQSVKCVCMLGDVRLRGQTGVPAERRGSYPFIDFRLLNNTTHSGEIGTKKKVK 7 0 

RLLSFQRYFHASRLLRGIIPQAPLHLLDEDYLGQARHMLSKVGTWDFDIFLFDRLTNGNSLVTLLCHLFN 140 

SHGLIHHFKLDMVTLHRFLVMVQEDYHGHNPYHNAVHAADVTQAMHCYLKEPKLASFLTPLDIMLGLLAA 210 

AAHDVDHPGWQPFLIKTNHHLANLYQNMSVLENHHWRSTIGMLRESRLLAHLPKEMTQDIEQQLGSLIL 2 80 

ATDIl^TRQNEFLTRLKAHLHNKDLRLENVQDRHFMLQIALKCADICNPCRIWEMSKQWSERVCEEFYRQGD 3 50 

LEQKFELEISPLCNQQKDSIPSIQIGFMTYIVEPLFREWARFTGNSTLSENMLSHLAHNKAQWKSLLSNQ 42 0 
HRRRGSGQDLAGPAPETLEQTEGATP 446 



SEQ ID No. 2 



start 

ATGTCTTGTTTAATGGTTGAGAGGTGTGGCGAAGTCTTGTTTGAGAGCCCTGAACAGAGTGTCAAA 
TGTGTTTGCATGCTAGGAGATGTACGACTAAGGGGTCAGACGGGGGTTCCTGCCGAACGCCGTGGCTCCT 
ACCCATTCATTGACTTCCGTCTACTTAACAATACAACACACTCAGGGGAAATTGGCACCAAGAAAAAGGT 
GAAACGACTGTTAAGTTTCCAAAGATACTTCCATGCATCTAGGCTTCTCCGGGGGATTATACCGCAGGCC 
CCTCTCCACCTGCTGGATGAAGACTACCTTGGACAAGCAAGGCACATGCTCTCCAAAGTTGGAACGTGGG 
ACTTTGACATTTTCTTGTTTGATCGCTTGACAAATGGGAACAGTCTGGTAACTCTGTTGTGTCACCTCTT 
CAACTCCCATGGGCTCATCCACCATTTCAAGCTCGATATGGTGACCTTGCACAGGTTTCTGGTTATGGTT 
CAGGAAGATTACCACGGTCACAACCCATACCACAATGCTGTTCACGCAGCCGACGTCACCCAGGCCATGC 
ACTGTTACCTGAAGGAGCCAAAGTTGGCAAGCTTCCTCACACCTCTGGACATCATGCTTGGACTACTGGC 
TGCAGCAGCTCATGACGTGGACCACCCAGGGGTCAACCAGCCATTTTTGATCAAAACTAACCACCATCTT 
GCCAACCTGTATCAGAATATGTCTGTACTGGAGAATCACCACTGGCGATCTACAATTGGCATGCTTCGAG 
AATCACGGCTCCTGGCTCACTTGCCAAAGGAAATGACACAGGATATCGAACAGCAGCTGGGCTCCCTCAT 
CTTGGCCACGGATATCAACAGACAGAATGAGTTTCTGACCCGCTTAAAAGCTCACCTCCACAATAAAGAT 
TTGAGACTGGAGAATGTACAGGACAGACACTTTATGCTTCAGATCGCCTTGAAGTGTGCTGACATTTGCA 
ATCCTTGTCGTATCTGGGAGATGAGCAAGCAGTGGAGTGAAAGGGTCTGTGAGGAATTCTACAGACAAGG 
TGACCTTGAACAGAAGTTTGAACTGGAAATCAGTCCTCTTTGTAATCAACAGAAAGATTCAATCCCTAGC 
ATACAAATTGGTTTCATGACTTACATCGTGGAGCCGCTGTTCCGGGAGTGGGCCCGGTTTACTGGGAACA 
GCACCCTGTCGGAGAACATGCTAAGCCATCTCGCGCACAACAAAGCCCAGTGGAAGAGCCTGCTGTCCAA 
TCAGCACAGACGCAGGGGCAGCGGCCAGGACCTGGCGGGCCCCGCACCTGAGACCCTGGAGCAGACAGAA 
GGTGCCACGCCC TAA 
stop 



SEQ ID No. 3 



MSCLMVERCGEILFENPDQNAKCVCMLGDIRLRGQTGVRAERRGSYPFIDFRLLNSTTYSGEIGTKKKVK 7 0 

RLLSFQRYFHASRLLRGIIPQAPLHLLDEDYLGQARHMLSKVGMWDFDIFLFDRLTNGNSLVTLLCHLFN 140 

THGLIHHFKLD1WTLHRFLVMVQEDYHSQNPYHNAVHAADVTQAMHCYLKEPKLASFLTPLDIMLGLLAA 210 

AAHDVDHPGVNQPFLIKTNHHLANLYQNMSVLENHHWRSTIGMLRESRLLAHLPKEMTGTWDFDIFLFDR 2 80 
LTNGNSLV 2 88 



SEQ ID No. 4 



start 

AT6TCTTGTTTAATGGTTGAGAGGTGTGGCGAAATCTTGTTTGAGAACCCCGA 
TCAGAATGCCAAATGTGTTTGCATGCTGGGAGATATACGACTAAGGGGTCAGACGGGGGTTCGTGCTGAA 
CGCCGTGGCTCCTACCCATTCATTGACTTCCGCCTACTTAACAGTACAACATACTCAGGGGAGATTGGCA 
CCAAGAAAAAGGTGAAAAGACTATTAAGCTTTCAAAGATACTTCCATGCATCAAGGCTGCTTCGTGGAAT 
TATACCACAAGCCCCTCTGCACCTGCTGGATGAAGACTACCTTGGACAAGCAAGGCATATGCTCTCCAAA 
GTGGGAATGTGGGATTTTGACATTTTCTTGTTTGATCGCTTGACAAATGGAAACAGCCTGGTAACACTGT 
TGTGCCACCTCTTCAATACCCATGGACTCATTCACCATTTCAAGTTAGATATGGTGACCTTACACCGATT 
TTTAGTCATGGTTCAAGAAGATTACCACAGCCAAAACCCGTATCACAATGCTGTTCACGCAGCCGACGTC 
ACCCAGGCCATGCACTGCTACCTGAAAGAGCCAAAGCTTGCCAGCTTCCTCACGCCTCTGGACATCATGC 
TTGGACTGCTGGCTGCAGCAGCACACGATGTGGACCACCCAGGGGTGAACCAGCCATTTTTGATAAAAAC 
TAACCACCATCTTGCAAACCTATATCAGAATATGTCTGTGCTGGAGAATCATCACTGGCGATCTACAATT 
GGCATGCTTCGAGAATCAAGGCTTCTTGCTCATTTGCCAAAGGAAATGACGTAA 

stop 




PC10315AGPR 
SEQ ID No. 5 



96 



SEQ ID No. 5 is the amino acid sequence presented as HS_PDEXIV. For reference 
the sequence MM_PDEXIV is SEQ ID No . 1. CLUSTAL W (1.74) multiple sequence 
5 alignment was used. 



10 



HS_PDEXIV 
MM PDEXIV 



MSCLMVERCGEILFENPDQNAKCVCMLGDIRLRGQTGVRAERRGSYPFIDFRLLNSTTYS 
MSCLMVERCGEVLFESPEQSVKCVCMLGDVRLRGQTGVPAERRGSYPFIDFRLLNNTTHS 
***********.*** *.* ********.******** **************** **.* 



15 



HS_PDEXIV 
MM_PDEXIV 



HS_PDEXIV 
MM PDEXIV 



GE IGTKKKVKRLL S FQRYFHASRLLRG 1 1 PQAPLHLLDEDYLGQARHML SKVGMWDFD I F 
GEIGTKKKVKRLLSFQRYFHASRLLRGI I PQAPLHLLDEDYLGQARHMLSKVGTWDFDIF 
***************************************************** ****** 

LFDRLTNGNSLVTLLCHLFNTHGLIHHFKLDMVTLHRFLVMVQEDYHSQNPYHNAVHAAD 

LFDRLTNGNSLVTLLCHLFNSHGLIHHFKLDMVTLHRFLVMVQEDYHGHNPYHNAVHAAD 
******************** . ************************** . *********** 



20 HS_PDEXIV 
MM_PDEXIV 



VTQAMHCYLKEPKLASFLTPLDIMLGLLAAAAHDVDHPGVNQPFLIKTNHHLANLYQNMS 
VTQAMHCYLKEPKLASFLTPLDIMLGLLAAAAHDVDHPGWQPFLIKTimHLANLYQNMS 
************************************************************ 



HS_PDEXIV 
25 MM PDEXIV 



VLENHHWRSTIGMLRESRLLAHLPKEMTQDIEQQLGSLILATDINRQNEFLTRLKAHLHN 
VLENHHWRSTIGMLRESRLLAHLPKEMTQDIEQQLGSLILATDINRQNEFLTRLKAHLHN 
************************************************************ 



30 



HS_PDEXIV 
MM_PDEXIV 



KDLRLEDAQDRHFMLQ I ALKC AD ICNPCR I WEMSKQWSERVCEEF YRQGELEQKFELE I S 

KDLRLENVQDRHFMLQIALKCADICNPCRIWEMSKQWSERVCEEFYRQGDLEQKFELEIS 
****** . ***************************************** . ********** 



35 



HS_PDEXIV 
MM PDEXIV 



HS_PDEXIV 
MM PDEXIV 



PLCNQQKDS I PS IQIGFMSYI VEPLFREWAHFTGNSTLSENMLGHLAHNKAQWKSLLPRQ 
PLCNQQKDSIPSIQIGFMTYIVEPLFREWARFTGNSTLSENMLSHLAHNKAQWKSLLSNQ 
******************.***********.************ ************* * 

HRSRGS S G S G PDHDHAGQGT E S E EQ - EGDS P 
HRRRGSG QDLAG P APETLEQTEGATP 



* * * * * 



.* ** *. ** ** .* 



• 



PC10315AGPR 
SEQ ID No. 6 



97 



SEQ ID No. 6 is the nucleotide sequence presented as HS_PDEXIV. For reference 
the sequence MM_PDEXIV is SEQ ID No. 2. CLUSTAL W (1.74) multiple sequence 
alignment was used. 



HS_PDEXIV 
10 MM_PDEXIV 



-ATGTCTTGTTTAATGGTTGAGAGGTGTGGCGAAATCTTGTTTGAGAACCCC 
-ATGTCTTGTTTAATGGTTGAGAGGTGTGGCGAAGTCTTGTTTGAGAGCCCT 
********************************* ************ *** 



15 



HS_PDEXIV 
MM_PDEXIV 



GATCAGAATGCCAAATGTGTTTGCATGCTGGGAGATATACGACTAAGGGGTCAGACGGGG 

GAACAGAGTGTCAAATGTGTTTGCATGCTAGGAGATGTACGACTAAGGGGTCAGACGGGG 
** **** ** ****************** ****** *********************** 



20 



HS_PDEXIV 
MM_PDEXIV 



HS_PDEXIV 
MM_PDEXIV 



GTTCGTGCTGAACGCCGTGGCTCCTACCCATTCATTGACTTCCGCCTACTTAACAGTACA 

GTTCCTGCCGAACGCCGTGGCTCCTACCCATTCATTGACTTCCGTCTACTTAACAATACA 
**** *** *********************************** ********** **** 

ACATACTCAGGGGAGATTGGCACCAAGAAAAAGGTGAAAAGACTATTAAGCTTTCAAAGA 

ACACACTCAGGGGAAATTGGCACCAAGAAAAAGGTGAAACGACTGTTAAGTTTCCAAAGA 
*** ********** ************************ **** ***** ** ****** 



i*1 



25 HS_PDEXIV 
MM_PDEXIV 



TACTTCCATGCATCAAGGCTGCTTCGTGGAATTATACCACAAGCCCCTCTGCACCTGCTG 

TACTTCCATGCATCTAGGCTTCTCCGGGGGATTATACCGCAGGCCCCTCTCCACCTGCTG 
************** ***** ** ** ** ******** ** ******** ********* 



HS_PDEXIV 
30 MM_PDEXIV 



GATGAAGACTACCTTGGACAAGCAAGGCATATGCTCTCCAAAGTGGGAATGTGGGATTTT 
GATGAAGACTACCTTGGACAAGCAAGGCACATGCTCTCCAAAGTTGGAACGTGGGACTTT 
***************************** ************** **** ****** *** 



35 



HS_PDEXIV 
MM_PDEXIV 



GACATTTTCTTGTTTGATCGCTTGACAAATGGAAACAGCCTGGTAACACTGTTGTGCCAC 

GACATTTTCTTGTTTGATCGCTTGACAAATGGGAACAGTCTGGTAACTCTGTTGTGTCAC 
******************************** ***** ******** ******** *** 



40 



HS_PDEXIV 
MM PDEXIV 



HS_PDEXIV 
MM_PDEXIV 



CTCTTCAATACCCATGGACTCATTCACCATTTCAAGTTAGATATGGTGACCTTACACCGA 

CTCTTCAACTCCCATGGGCTCATCCACCATTTCAAGCTCGATATGGTGACCTTGCACAGG 
******** ******* ***** ************ * ************** *** * 

TTTTTAGTCATGGTTCAAGAAGATTACCACAGCCAAAACCCGTATCACAATGCTGTTCAC 

TTTCTGGTTATGGTTCAGGAAGATTACCACGGTCACAACCCATACCACAATGCTGTTCAC 
*** * ** ******** ************ * ** ***** ** *************** 



45 HS_PDEXIV 
MM_PDEXIV 



GCAGCCGACGTCACCCAGGCCATGCACTGCTACCTGAAAGAGCCAAAGCTTGCCAGCTTC 

GCAGCCGACGTCACCCAGGCCATGCACTGTTACCTGAAGGAGCCAAAGTTGGCAAGCTTC 
***************************** ******** ********* * ** ****** 



HS_PDEXIV 
50 MM_PDEXIV 



CTCACGCCTCTGGACATCATGCTTGGACTGCTGGCTGCAGCAGCACACGATGTGGACCAC 
C TC AC AC C TC TGG AC ATC ATGCTTGG AC T AC TGGC TGC AGC AGC TC ATG ACGTGG AC C AC 
***** *********************** ************** ** ** ********* 



55 



HS_PDEXIV 
MM_PDEXIV 



CCAGGGGTGAACCAGCCATTTTTGATAAAAACTAACCACCATCTTGCAAACCTATATCAG 

CCAGGGGTCAACCAGCCATTTTTGATCAAAACTAACCACCATCTTGCCAACCTGTATCAG 
******** ***************** ***************** * * * ***** ****** 



60 



HS_PDEXIV 
MM PDEXIV 



HS_PDEXIV 
MM_PDEXIV 



65 HS_PDEXIV 
MM PDEXIV 



AATATGTCTGTGCTGGAGAATCATCACTGGCGATCTACAATTGGCATGCTTCGAGAATCA 

AATATGTC TG T AC TGG AGAATC AC C AC TGGC GATC T AC AATTGGC ATGC TTC G AG AATC A 
*********** *********** ************************************ 

AGGC T TC TTG C TC AT T TGC C AAAGG AAATGAC AC AGG AT AT TG AAC AGC AGC TGGGC TC C 

CGGCTCCTGGCTCACTTGCCAAAGGAAATGACACAGGATATCGAACAGCAGCTGGGCTCC 
**** ** ***** ************************** ****************** 

TTGATCTTGGCAACAGACATCAACAGGCAGAATGAATTTTTGACCAGATTGAAAGCTCAC 

CTCATCTTGGCCACGGATATCAACAGACAGAATGAGTTTCTGACCCGCTTAAAAGCTCAC 
* ******** ** ** ******** ******** *** ***** * ** ********* 



70 



HS_PDEXIV 
MM_PDEXIV 



CTC C AC AAT AAAG AC TTAAG AC TGG AGG ATGC AC AGG AC AGGC AC TT TATGC T TC AGATC 

C TC C AC AATAAAGATTTGAGAC TGGAGAATGTAC AGGAC AGAC AC TTTATGC TTC AGATC 
************** ** ********* *** ********* ****************** 



75 



HS_PDEXIV 
MM PDEXIV 



GC C TTG AAG TGTGC TGAC ATT TGC AATC C T TGT AG AATC TGGGAG ATG AGC AAGC AG TGG 

GCCTTGAAGTGTGCTGACATTTGCAATCCTTGTCGTATCTGGGAGATGAGCAAGCAGTGG 
********************************* * ************************ 



PC10315AGPR 



98 



HS_PDEXIV 
MM_PDEXIV 



AGTGAAAGGGTC TGTGAAGAATTC TAC AGGC AAGGTGAAC TTGAAC AGAAATTTGAAC TG 
AGTGAAAGGGTC TGTGAGGAATTCTAC AGAC AAGGTGAC C TTGAAC AGAAGTTTGAAC TG 
***************** *********** ******** *********** ********* 



HS_PDEXIV 
MM_PDEXIV 



G AAATC AG TC C TC T TTG T AAT C AAC AG AAAGAT TC C ATC C C T AGTATAC AAATTGG T T TC 

GAAATCAGTCCTCTTTGTAATCAACAGAAAGATTCAATCCCTAGCATACAAATTGGTTTC 
*********************************** ******** *************** 



10 



15 



HS_PDEXIV 
MM_PDEXIV 



HS_PDEXIV 
MM_PDEXIV 



ATGAGCTACATCGTGGAGCCGCTCTTCCGGGAATGGGCCCATTTCACGGGTAACAGCACC 
ATG AC T TAC ATC G TGG AGC CGCTGTTCC GGG AG TGGG C C C GG TT T AC TGGG AAC AGC AC C 
**** ***************** ******** ******* ** ** ** ********* 

CTGTCGGAGAACATGCTGGGCCACCTCGCACACAACAAGGCCCAGTGGAAGAGCCTGTTG 
CTGTCGGAGAACATGCTAAGCCATCTCGCGCACAACAAAGCCCAGTGGAAGAGCCTGCTG 
***************** **** ***** ******** ****************** ** 



20 



HS_PDEXIV 
MM_PDEXIV 



CCC AGGC AGC AC AGAAGCAGGGGC AGC AGTGGCAGCGGGCCTGACCACGACCACGC AGGC 

TCCAATCAGCACAGACGCAGGGGCAGCGG CCAGGACCTGGCGGGC 

*** ********* *********** * *** **** ** *** 



25 



HS_PDEXIV 
MM_PDEXIV 



SEQ ID No. 7 



C AAGGG AC TG AG AGCGAGG AGC AG GAAGGCGACAGCCCCTAG 

CCCGCACCTGAGACCCTGGAGCAGACAGAAGGTGCCACGCCCTAA 
* ****** * ******* ***** * ** ***** 



AGGTACGCCTGCAGGTACCGGTCCGGAATTCCCGGGTCGACCCACGCGTCCGGCCAGCCTCCCAGGCCGG 7 0 

30 CTGCCTGCTCACCCAGCCAGTCGCTAGCTCTGGGCACTGCAGCAGGCTCGGCTCTGTCCCAGCGCTCGCT 140 

TGCTTGCTCGCTCGCTCGGCTGGGAGAAAAGTGGTGTCCTCGCCCAGAGAGCCTCTCTCTCCCTTCCTTC 210 

TTTCTCGAGCTCTCTGAGTCCTTTGGCGTTTCTTTCTTTCTTTCCTTTTTTTTTTTTTTTTAATATTTTC 2 80 

TTTTTCTTTCTATAAAACTTGCATAATTATACTGCTAATCCTGGATGAGGTTGCTGGATTCTGCAGCACA 3 50 

AATCTTCATGAACAAGCCGCACCGCTCAGAGATTTCACAGCATTCAAAGGTCACAGAACTGCCACTATGG 42 0 
35 start 

TTAAATGTCTTGTTTAATGGTTGAGAGGTGTGGCGAAGTCTTGTTTGAGAGCCCTGAACAGAGTGTCAAA 490 

TGTGTTTGCATGCTAGGAGATGTACGACTAAGGGGTCAGACGGGGGTTCCTGCCGAACGCCGTGGCTCCT 5 60 

AC C C ATTC AT TGAC T TC C G TC TAC TT AAC AAT AC AAC AC AC TC AGGGG AAATTGGC AC C AAG AAAAAGG T 63 0 

GAAACGACTGTTAAGTTTCCAAAGATACTTCCATGCATCTAGGCTTCTCCGGGGGATTATACCGCAGGCC 700 

40 CCTCTCCACCTGCTGGATGAAGACTACCTTGGACAAGCAAGGCACATGCTCTCCAAAGTTGGAACGTGGG 77 0 

AC TTTGAC AT T T TC TTGT TTG AT C GC T TG AC AAATGGGAAC AG TC TGGT AAC TC TG TTG TG TC AC C T C T T 840 

CAACTCCCATGGGCTC ATCCACCATTTCAAGCTCGATATGGTGACCTTGCACAGGTTTCTGGTTATGGTT 910 

C AGGAAGATTACCACGGTCACAACCCATACCAC AATGCTGTTCACGCAGCCGACGTC ACCCAGGCCATGC 980 

ACTGTTACCTGAAGGAGCCAAAGTTGGCAAGCTTCCTCACACCTCTGGACATCATGCTTGGACTACTGGC 1050 

45 TGCAGCAGCTCATGACGTGGACCACCCAGGGGTCAACCAGCCATTTTTGATCAAAACTAACCACCATCTT 112 0 

GC C AACC TGTATCAGAATATGTC TGTACTGGAGAATC ACC AC TGGCGATCTAC AATTGGC ATGC TTCGAG 1190 

AATCACGGCTCCTGGCTCACTTGCCAAAGGAAATGACACAGGATATCGAACAGCAGCTGGGCTCCCTCAT 12 60 

CTTGGCCACGGATATCAACAGACAGAATGAGTTTCTGACCCGCTTAAAAGCTCACCTCCACAATAAAGAT 133 0 

TTGAGACTGGAGAATGTACAGGACAGACACTTTATGCTTCAGATCGCCTTGAAGTGTGCTGACATTTGCA 1400 

50 ATCCTTGTCGTATCTGGGAGATGAGCAAGCAGTGGAGTGAAAGGGTCTGTGAGGAATTCTACAGACAAGG 147 0 

TGAC C TTGAAC AGAAGTTTGAAC TGGAAATCAGTCCTCTTTGTAATC AAC AGAAAGATTCAATCCCTAGC 1540 

ATACAAATTGGTTTCATGACTTACATCGTGGAGCCGCTGTTCCGGGAGTGGGCCCGGTTTACTGGGAACA 1610 

GCACCCTGTCGGAGAACATGCTAAGCCATCTCGCGCACAACAAAGCCCAGTGGAAGAGCCTGCTGTCCAA 16 80 

TCAGCACAGACGCAGGGGCAGCGGCCAGGACCTGGCGGGCCCCGC ACCTGAGACCCTGGAGCAGACAGAA 17 50 

55 Stop 

GGTGCCACGCCCTAAGGTAGCTGTCTGCTGATGCACGGCCATCTGTCCGTCCACAGGAGCACGGCCATCC 182 0 

GTCCGACTGCCCTCGCAACAAGCCCATCACGCTGGGTTTCGATGCCATCCGCCTGCCACTTACCGCCTCC 1890 

CTTCGTTGATCCAAGTGTACAAAAGCCATTGTCACCTCAGCATTAGCTGCCGAAATGGGCGGCTCTATCC 1960 

C GTC ATTGG AGC TG ATTC TGGGGC GGC TGC C C C AAC C GAAAC GC C TGGAAGT AAG AAAGGGGTGC TTC TG 2 03 0 

60 CCGTGTTCGCCTCTGGCCCTTGGTCACGCTGACTGGCAGTAGCTCCTAAGTCCAGAGCATTTTAACGTTT 210 0 

GCCATCGGACAGCTGACCTGCATGACACCAGCATACTTGGAACTGCAAAACTGGTCTTGCGTGCCAGAGC 217 0 

AC AAAC G AG AG TGTGAGAG AAAGT AC C T TC T ATT T T AAT AAT AATT AT T ATT AT AAAAT AAT AAATC TT T 22 40 

TT AAC T T TT AT ATTTC ATGC AC C AGAC AATGGGTC T AAAAC TT TGG AC AAG T AAT AC T C TGC GT AC C C AA 2 310 

AC C T AAG AGGGGG T TC AT T ATT T TGC T ATTG AC TC T ATGC C AC ATTGGG TC C G AGATGTGGC AC C AT TGC 2 3 80 

65 GATTTCTGAAACCACGCGTCCCCTCCCATCTGGTGGAAGGTGCTGTACAGCCCGTCCCTTTGCACCGTTA 2 450 

GCCAATCCGTCTTTTACGGATTCAGTGACCTGTTTATATTCAC AAGTGTACATTTTCTGTAAATACCAAA 2 52 0 

C GC T AC TG AT TC C C ATG C C AAAAT AC AC G AGTAT T ATGGGAT TGC TAC C TG T AT AAAC AATGGC AC TG TG 2 59 0 

AAC AGAAT AC TGT T AG T T TT AAT AC AAGAG AATGC AT T TG T AAAT ATGG TAT AG AG T T T AT T AAT AT AC T 2 66 0 

GTTGTTCGCAGATAAAGGCCTTAACTTTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 27 3 0 

70 CGGCCGCTCTAGAGGATCCCTCGAGGGGCCCAAGCTTACGCGTGCATGCGACGTCATAGCTCTCTCCCTA 2 800 
TAGTGAGTCGTATTATAAGCTAG 2 823 



SEQ ID NO. 8 



* 



* 



PC10315AGPR 99 

CGGAATTCGATGCACTGCAGCAGGCTCGGCTCTGTCCCAGCACTTGTCTGGGAGAAAAGTGGTGTTACTC 7 0 

ACCCAGGGAGAGTCTCTCTTTCTACCTTCCTTCTTTCTCGATCTCCTTGTGTGCTTTTGTGTTTCTTTAT 140 

TTCTTTTCCTTTTTTTTCTTTTTTTTTTTTGTTACTTAATTATATTCCTAATCCTGGATGAAGTTGCTGG 210 

ATTCTGCAGCACAAGTCTTCATGAACAAGCAGCACCGCTCAGAGATTTCACGGCATTCAAAGGTCACAGA 2 80 
5 start 

ACTGCCACTATGGTTAAATGTCTTGTTTAATGGTTGAGAGGTGTGGCGAAATCTTGTTTGAGAACCCCGA 3 50 

TCAGAATGCCAAATGTGTTTGCATGCTGGGAGATATACGACTAAGGGGTCAGACGGGGGTTCGTGCTGAA 42 0 

CGCCGTGGCTCCTACCCATTCATTGACTTCCGCCTACTTAACAGTACAACATACTCAGGGGAGATTGGCA 490 

CCAAGAAAAAGGTGAAAAGACTATTAAGCTTTCAAAGATACTTCCATGCATCAAGGCTGCTTCGTGGAAT 560 

10 T AT AC C AC AAGC C C C TC TGC AC C TGC TGG ATG AAG AC T AC C T TGG AC AAGC AAGGC AT ATGC TC T C C AAA 63 0 

G TGGG AATGTGGG AT T T TG AC ATT T TC T TG TT TG ATC GC T TG AC AAATGG AAAC AGC C TGGT AAC AC TGT 7 00 

TGTGCCACCTCTTCAATACCCATGGACTCATTC ACCATTTCAAGTTAGATATGGTGACCTTACACCGATT 770 

TTTAGTCATGGTTCAAGAAGATTACCACAGCCAAAACCCGTATCACAATGCTGTTCACGCAGCCGACGTC 840 

ACCCAGGCCATGCACTGCTACCTGAAAGAGCCAAAGCTTGCCAGCTTCCTCACGCCTCTGGACATCATGC 910 

1 5 TTGG AC TGC TGGC TGC AGC AGC AC AC G ATG TGG AC C AC C C AGGGG TG AAC C AGC C ATTT T TGAT AAAAAC 980 

TAACCACCATCTTGCAAACCTATATCAGAATATGTCTGTGCTGGAGAATCATCACTGGCGATCTACAATT 105 0 

stop 

GGC ATGC TTCGAGAATC AAGGC TTCTTGCTCATTTGCCAAAGGAAATGACGTAAGTGCTGCCGAGATGAA 112 0 

ACATACTGATGTGCATGCAGTAAAGATAAGCCACTTTCTCTAGGGCAGGCTTGGGACCTTTTGCGTGAAT 1190 

20 GGCAGAGAGCCCCCCGGCTGTACTTCCTGCCTGCACTGAGCTGTCTATCAGAGGAGATTTGGTGTCAGTT 12 60 

ACAGCAACCCAGAAACCAAAATCTCTCTGTGTGCTTTGAAAGGGCCTTGCAGAGTCAATGACCTACAGTC 13 3 0 

AGGAAAAGGGATAATAAACAGCTCTCAGTTTTCACACGCTTCAGTATCAGTGCTCAACTTTGCCAAATTC 1400 

CCGACCTTTAGTTTAGCAAAATTGTCCTTCCATGTAGCTCCAAATAGTAAATATTTATCAAGAAGGAACC 1470 

C AGGCATTCTAAAGCTAGAGTTCAAAAAAGTATATTTTGTAATTGCTAGTCTCAGCAAAAATAGAAGTCA 1540 

25 GAAATTCTTTTCTAAAATGTCTTTTGCTAAGTAATTGAAATGGCCCTAGCATTTTTTTCACCAATTAATT 1610 

TACCTTACGTCTCTTGCACTTTAAACAGAAGGGGAGACACTCATTTTCTGGTTCACTATTTGATAGCCAT 16 80 

GGTATGTAGGCTGAGTCCCACTAAATCTGAGGCCATTGTTTCATTTTCCTGGTGGCCCCAAGTTAGCTGC 17 50 

TAATACTGTCTTCCAAGGCCACCATTAATTCTGATCTGTTTAATGAACACGTGCAGAACCCAAGAAACCT 182 0 

AGGTGAAAAGAGTAC ATAGATTGC TGTAC CC TTC TTCAAGAC AAGC ACATAAC TTGAGGTC AAGGACC AA 1890 

; J3 30 GTGCTGTCTCCCAACTGAACAAGCAGTATACTCTGGGTTGTGGATTGATTCCTGGCCCTCTGATTTGATC 1960 

..g TC ATGC TGT T TC C T AGC AC C C AGAGG AATGTG AAATT TGC AGG AGGAAT T TC AGT TC TG AT AAAT TTT T A 2 03 0 

C TC C C TGGAAC T AAAT AAAAC C AG TTC TC GTGCATGGAAT AAAAAC TT ATGC C TC T T AC T AG AAT AAT AA 2100 

ATTGC AAAGATTGAAAGAATTAAATGC AAAAAGAAC T AAAAAC TAGAGC AAAAGATC AAGTG AGAAGAAG 217 0 

AAAAGAGGAGGTAAGGAGAGAGACAAGGAAGAAAGAAGGAGAAGGAAAGGAAGAATAGTGAGGACAGGAA 22 40 

35 AGAAGAAAATGCAAGGGAAATGGGAAAGGACTCTGGGGTGACCAGACTTCTCCTGGTCAGTACCTGCATT 2 310 

CATCCTGTTTGTTACTCAATATTTCTTTCCTAAAATATTC ATTTCACATCTATGGATTCCAATGAAAAAT 23 80 

ATATTTTTATGTGTCTTTGTGGAACACAGTGTTATAAATTGTTTTTGCCAGAAGAATAATTGTTATACAA 24 50 

:jg TAATATATGTGAAAACTTTATTACAAAAGCCATTATCATAATCATTATTATTCCTTCTATCACAGGTAAA 2 52 0 

TGCTTTAATGTCATTTTTCTGATTTTAAAAGTAGGGCAGGTTAATTGTAGAAAGTAAGGAAAATTCAGGA 2 590 

; E 40 AAGTGTTAGTTTGAACTATGTGAAGTTGCTCTTTTTAAGGGCC AAAAAC AGGAGACTTTTAGCACTTTC A 2 660 

j=* TATGTTTCAGCTTGATATGAAAGAGAAAACTGAAACTGCTAGTAATCCTGCCATCCAGGTATAGTTCATG 273 0 

l^j T T AAC C TGGC T AGT T T ATTT TC TT T T AGTC TT TT TTC AATAC AAAC TT ATTT T AAC AAAATATG AT TAT A 2 800 

^ TTTGGGGAACTTATTTTACAGTTTACGTCCTGAAATTTTTTATTTACAATAAAGACTTTTTTCCAAATCA 2 870 

rU AAAAAAAAAAAAAAGGGCGGCCGCTCTAGAGGATCCCTCGAGGGGCCCAAGCTTACGCGTGCATGCGACG 2 940 

ill 45 TC AT AGC T C T C TC C C T AT AGTG AGTC GT ATT ATAAGC T AGGC AC TGG C C G TC 2 992 

: W 



i & 



SEQ ID No. 9 

See Formula I 



